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Seeds have evolved in association with diverse microbial assemblages that may
influence plant growth and health. However, little is known about the composition of
seed-associated microbial assemblages and the ecological processes shaping their
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assemblage structure was not explained by host genotype. Altogether, these results
suggest that seed-associated microbial assemblage is determined by niche-based
processes and that the terroir is a key driver of these selective forces.
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